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BLASTP 2.0.9 [May- 07 - 199 9] 



Reference: Altschul, Stephen F. , Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI -BLAST : a new generation of protein database search 
programs 1 ', Nucleic Acids Res. 25:3389-3402. 

Query= 47-14-l-C3-CL0_5C 
(351 letters) 

Database : /nfs/banks2/ index/ data/blast /smart Sorted/ PROT/homosapiens 
113,759 sequences; 24,820,038 total letters 

Searching done 



Sequences producing significant alignments: 

GSP:Y35918 Y35918 Extended human secreted protein sequence, SEQ. . 
STR:Q9ULS1 Q9ULS1 KIAA1149 PROTEIN (FRAGMENT). >GNP : AB032975 | AB . . 
GSP:Y88438 Y88438 Modified human aspartyl protease 2 (Asp2) ami.. 
GNP : AF2 00193 | AF20 0193_1 | Homo sapiens memapsin 2 mRNA, partial c. 
SP:P56817 Q9UJT5 | BACE_HUMAN | BETA-SECRETASE PRECURSOR (EC 3.4.23.. 
GSP:Y88439 Y88439 Modified human aspartyl protease 2 (Asp2) ami.. 
GSP:Y88437 Y88437 Human Asp2 amino acid sequence containing pro. . 
GSP:Y88425 Y88425 Human aspartyl protease 2 (a) (Asp2) amino ac . . 
GSP:Y88431 Y88431 T7 - caspase -human-pro- Asp- 2 (a) -deltaTM amino a.. 
GSP:Y88432 Y88432 T7 -caspase-human-pro-Asp- 2 (a) -deltaTM amino a.. 
GSP:Y88433 Y88433 Human-pro- Asp- 2 (a) -deltaTM amino acid sequence. 
GSP:W59807 W59807 Amino acid sequence of human ASP2 (aspartic p.. 
GSP:W59808 W59808 Partial amino acid sequence of human ASP2 (as.. 
GSP:Y88426 Y88426 Human aspartyl protease 2 (b) (Asp2) amino ac . . 
GNP : AF200192 | AF200192_1 | Homo sapiens memapsin 1 mRNA, complete .. 
SP:Q9Y5Z0 Q9UJT6 | BAE2_HUMAN | BETA SECRETASE 2 PRECURSOR (EC 3.4... 
STR:CAB90554 CAB90554 Beta-site APP-cleaving enzyme 2, EC 3.4.2.. 
STR:AAF28927 AAF28927 HSPC104 (Fragment). >GNP : AF16 13 6 7 | AF16 13 6 . . 
STR.-AAF35836 AAF35836 Aspartyl protease. >GNP : AF188277 | AF188277 . . 
STR:AAF35835 AAF35835 Aspartyl protease. >GNP : AF188276 j AF188276 . . 
GSP : Y11427 | Y114 27 | Human 5' EST secreted protein SEQ ID No 249. 
SP : P007 90 | PEPA_HUMAN | PEPSIN A PRECURSOR (EC 3.4.23.1). >PIR:A00.. 
PIR:A30142 S02664 S02542 PX0027 PX0025 PX0026 A22434 | A30142 | pep . . 
GNP:M26032 |M26032_1 | Human pepsinogen A (15.0) gene, exon 9, clo.. 
PIR:B30142 E22434 | B30142 | pepsin A (EC 3.4.23.1) 4 precursor - h.. 



SP:P14 091 | CATE_HUMAN 
SP:P0733 9 | CATD_HUMAN 
SP:P20142 PEPC HUMAN 



CATHEPSIN E PRECURSOR (EC 3.4.23.34). >PIR.. 
CATHEPSIN D PRECURSOR (EC 3.4.23.5). >GSP:.. 
GASTRICSIN PRECURSOR (EC 3.4.23.3) (PEPSIN.. 
GNP:M18667 |M18667_1 | Human pepsinogen C gene, exon 9, clone cosH.. 
GSP:Y31744 | Y31744 | Human protease HPRM-3. 

STR: CAB82 84 9 | CAB8284 9 | Cathepsin E, alternative precursor (EC 3... 
SP:P00797 IRENI HUMANlRENIN PRECURSOR, RENAL (EC 3.4.23.15) (ANG. . 



GSP: P50135 
GSP:W23244 
STR:Q15296 
GNP:M26901 
GSP:W54877 
GSP:W57042 
GSP: Y44810 
STR:Q9UHB3 



P50135 
W23244 
Q15296 
M26901 
W54877' 
W57042 
Y44810 
Q9UHB3 



Sequence of pre-pro-renin . 
Human renin. 

KIDNEY MRNA FRAGMENT FOR RENIN (AA 105-401) (. 

1 | Human renin gene, exon 9; precursor. 

Human napsin A protein. 

Human aspartic protease SEQ ID NO:l. 

Human Aspartic Protease-2 (NHAP-2). 

AS PARTY L PROTEASE 3 (FRAGMENT). >GNP : AF2 003 44 . 



SP : 096009 | NAP1_HUMAR| NAPSIN 1 PRECURSOR (EC 3.4.23.-) (NAPSIN A. 
GSP:W37958 W37958 Amino acid sequence of human cathepsin polype. 
GSP:Y06435 Y06435 Human protease HUPM-4 . >GSP : Y44809 | Y44809 | Hum. 
GSP:W57043 W57043 Human aspartic protease encoding cDNA SEQ ID . 
PIR:T08737 T08737 hypothetical protein DKFZp56601646 . 1 - human . 
STR: AAF86877 | AAF86877 | DC8 . >GNP : AF201941 | AF201941_1 | Homo sapien. 
RTR: AAD53 859 | AAD53859 j IMMUNOGLOBULIN HEAVY CHAIN VARIABLE REGIO . 
SP:Q99712 Q99446 000564 | IRKF_HUMAN | ATP -SENSITIVE INWARD RECTI FI . 
GNP : D87291 | D87291_l | Human mRNA for inward rectifier potassium c. 
GNP : Y10745 | Y10745_l | H . sapiens mRNA for inwardly rectifing potas . 

>GSP:Y35918\Y35918\ Extended human secreted protein sequence, SEQ ID 



Score 
(bits) 



E 

Value 
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0.0 
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0.0 
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0 . 0 
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0 . 0 
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0.0 
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0.0 
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0 . 0 
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2e-12 
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7e-10 
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le-07 


55 
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55 
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55 


2e-07 
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le-06 
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0.030 


38 


0 .030 


38 


0.030 
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0 . 030 
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0 . 052 


37 
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37 
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34 
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8 . 7 
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blast result 



NO. 167. 
Length = 351 

Score = 735 bits (1878), Expect = 0.0 

Identities = 351/351 (100%), Positives = 351/351 (100%) 

Query: 1 MVPFI YLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI 60 

MVPFI YLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSI PHGPNVTVRANI 
Sbjct: 1 MVPFIYLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANI 60 

Query: 61 AAITESDKFFINGSNWEGI LGLAYAE I ARPDDS PEPFFDSLVKQTHVPNLFSLQLCGAGF 12 0 

AAITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGF 
Sbjct : 61 AAITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGF 12 0 

Query: 121 PLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKE 180 

PLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKE 
Sbjct: 121 PLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKE 180 

Query: 181 YNYDKSIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNI 240 

YNYDKSIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNI 
Sbjct: 181 YNYDKSIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNI 240 

Query: 241 FPVISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIME 300 

FPVISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIME 
Sbjct: 241 FPVISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIME 300 

Query: 301 GFYWFDRARKRIGFAVSACHVHDEFRTAAVEGPFCHLGHGRLWLQHSTDR 3 51 

GFYWFDRARKRIGFAVSACHVHDEFRTAAVEGPFCHLGHGRLWLQHSTDR 
Sbjct: 301 GFYWFDRARKRIGFAVSACHVHDEFRTAAVEGPFCHLGHGRLWLQHSTDR 351 



>STR : Q9ULS1 \ Q9ULS1 \ KIAA1149 PROTEIN (FRAGMENT) . 

>GNP:AB032975\AB032975_l\Homo sapiens mRNA for KIAA1149 
protein, partial cds ; Start codon is not identified.. 
Length = 396 

Score = 684 bits (1745), Expect = 0.0 

Identities = 330/333 (99%), Positives = 330/333 (99%) 

Query: 6 YLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAITE 65 

YLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAITE 
Sbjct: 1 YLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAITE 60 

Query : 66 SDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQS 125 

SDKFF INGSNWEGI LGLAYAE I ARPDDS EPFFDSLVKQTHVPNLFSLQLCGAGFPLNQS 
Sbjct : 61 SDKFFINGSNWEGI LGLAYAE I ARPDDSLEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQS 120 

Query: 126 EVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKEYNYDK 185 

EVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDK 
Sbjct: 121 EVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDK 180 

Query: 186 SIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVIS 245 

SIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVIS 
Sbjct: 181 SIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVIS 240 

Query: 246 LYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYW 305 

LYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYW 
Sbjct: 241 LYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYW 300 

Query: 306 FDRARKRIGFAVSACHVHDEFRTAAVEGPFCHL 338 

FDRARKRIGFAVSACHVHDEFRTAAVEGPF L 
Sbjct: 301 FDRARKRI GFAVS ACHVHDE FRTAAVEG P FVTL 333 



>GSP:Y88438\Y88438\Modified human aspartyl protease 2 (Asp2) amino 
acid sequence. 
Length = 453 

Score = 655 bits (1672), Expect = 0.0 

Identities » 318/321 (99%), Positives = 318/321 (99%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVSI PHGPNVTVRANI AAITESDKFFINGSNWE 
Sbjct: 118 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAITESDKFFINGSNWE 177 

Query : 78 G I LGLA Y AE I ARPDDS PEPFFDSLVKQTHVPNLFSLQLCGAGF PLNQSEVLASVGGSMI I 137 
GI LGLAYAE I ARPDDS EPF FDSLVKQTHVPNLFSLQLCGAGFPLNQS EVLASVGGSMI I 
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Sbjct: 178 GILGIAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 237 

GG I DHS L YTGS LW YTP I RRE W YYE V 1 1 VRVE I NGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 
GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKE YNYDKS I VDSGTTNLRL 2 97 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 2 5 7 
PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 
PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 3 57 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 
RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 417 

SACHVHDEFRTAAVEGPFCHL 33 8 
SACHVHDEFRTAAVEGPF L 



OJJ J L. . 


178 




13 8 


Sb j Ct : 


238 




198 


Sb j Ct : 


298 


Query : 


258 


Sbjct : 


358 


Query : 


318 


Sbjct : 


418 



>GNP :AF200193\AF200193_l\Homo sapiens memapsin 2 mRNA, partial cds ; 
membrane -associated aspartic protease 2. 
Length = 488 

Score = 655 bits (1672), Expect = 0.0 

Identities = 318/321 (99%) , Positives = 318/321 (99%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 
Sbjct: 105 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 164 

Query : 78 G I LGLAYAE I ARPDDS PEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 137 

G I LGLAYAE I ARPDDS EPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 
Sbjct: 165 GI LGLAYAE I ARPDDS LEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 224 

Query: 138 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE I NGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
Sbjct: 225 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 284 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 257 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 
Sbjct: 285 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWN I FPVI SLYLMGEVTNQSF 344 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
Sbjct: 345 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 404 

Query: 318 SACHVHDEFRTAAVEGPFCHL 33 8 

SACHVHDEFRTAAVEGPF L 
Sbjct: 405 SACHVHDEFRTAAVEGPFVTL 425 



>SP:P56817 Q9UJT5 \ BACE_HUMAN\ BETA- SECRET AS E PRECURSOR (EC 3.4.23.-) 
(BETA-SITE APP CLEAVING ENZYME) (BETA-SITE AMYLOID 
PRECURSOR PROTEIN CLEAVING ENZYME) ( AS PART YLPROTEAS E 2) 
(ASP 2) (ASP2) (MEMBRANE -ASSOCIATED ASPARTIC PROTEASE 
2) (MEMAPSIN-2) . >PIR : A59090 | A59090 | aspartic proteinase 
(EC 3.4.23.-) BACE precursor - human 

>STR: AAF2 6367 \AAF2 63 67 \ Transmembrane aspartic proteinase 
Asp 2. >GNP : AF190725 | AF190725_1 | Homo sapiens beta-site 
APP cleaving enzyme (BACE) mRNA, complete cds. 
>GNP:AF200343\AF200343_l\Homo sapiens chromosome 11 
aspartyl protease 2 mRNA, complete cds. 

>GNP:AF201468\AF201468_l\Homo sapiens APP beta-secretase 
mRNA, complete cds; membrane type aspartyl protease. 
>GNP :AF204943\AF204943_l\Homo sapiens transmembrane 
aspartic proteinase Asp 2 (BACE1) mRNA, complete cds; 
beta- site APP processing enzyme. 
Length = 501 

Score = 655 bits (1672), Expect =0.0 

Identities = 318/321 (99%), Positives = 318/321 (99%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 
Sbjct: 118 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANI AAITESDKFFINGSNWE 177 

Query : 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 13 7 
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bl^st result 



GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 178 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 237 

Query: 138 GG I DHS L YTGS LW YTP I RREWYYEV 1 1 VRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
Sbjct: 238 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 297 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVISLYLMGEVTNQS F 257 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQS F 
Sbjct: 298 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWN I FPVI SLYLMGEVTNQS F 357 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RI T I LPQQYLRPVEDVATSQDDCYKFAI SQS STGTVMGAVIMEGF YWFDRARKRI GFAV 
Sbjct: 358 RI TI LPQQYLRPVEDVATSQDDCYKFAI SQS STGTVMGAVIMEGFYWFDRARKRI GFAV 417 

Query: 318 SACHVHDEFRTAAVEGPFCHL 33 8 

SACHVHDEFRTAAVEGPF L 
Sbjct: 418 SACHVHDEFRTAAVEGPFVTL 438 

>GSP:Y88439\Y88439\Modified human aspartyl protease 2 (Asp2) amino 
acid sequence. 
Length = 459 

Score = 655 bits (1672), Expect = 0.0 

Identities = 318/321 (99%), Positives = 318/321 (99%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 
Sbjct: 118 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSI PHGPNVTVRANIAAITESDKFFINGSNWE 177 

Query: 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 13 7 

GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 178 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 237 

Query: 138 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 
Sbjct: 238 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 297 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 257 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWN I FPVI SLYLMGEVTNQSF 
Sbjct: 298 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 357 

Query: 258 RITI LPQQYLRPVEDVATSQDDCYKFAI SQS STGTVMGAVIMEGFYWFDRARKRI GFAV 317 

RITI LPQQYLRPVEDVATSQDDCYKFAI SQSSTGTVMGAVIMEGFYWFDRARKRI GFAV 
Sbjct: 358 RITI LPQQYLRPVEDVATSQDDCYKFAI SQS STGTVMGAVIMEGF YWFDRARKRI GFAV 417 

Query: 318 SACHVHDEFRTAAVEGPFCHL 33 8 

SACHVHDEFRTAAVEGPF L 
Sbjct: 418 SACHVHDEFRTAAVEGPFVTL 438 



>GSP:Y88437\Y88437\ Human Asp2 amino acid sequence containing 
proteolytic cleavage site. 
Length = 425 

Score = 653 bits (1667), Expect = 0.0 

Identities = 317/321 (98%), Positives = 317/321 (98%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANIAAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANIAAITESDKFFINGSNWE 
Sbjct : 90 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANIAAITESDKFFINGSNWE 14 9 

Query : 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 137 

GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSL LCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 150 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLHLCGAGFPLNQSEVLASVGGSMII 209 

Query: 138 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 
Sbjct: 210 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE INGQDLKMDCKE YNYDKS I VDSGTTNLRL 269 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWN I FPVI SLYLMGEVTNQSF 257 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWN I FPVI SLYLMGEVTNQSF 
Sbjct: 270 P KKVFE AAVKS I KAAS STE KFPDGFWLGEQLVCWQAGTT P WN I F PV I S L YLMGE VTNQS F 329 

Query: 2 58 RITI LPQQYLRPVEDVATSQDDCYKFAI SQS STGTVMGAVIMEGFYWFDRARKRI GFAV 317 
RITI LPQQYLRPVEDVATSQDDCYKFAI SQS STGTVMGAVIMEGFYWFDRARKRI GFAV 
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Sbjct: 330 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 389 

Query: 318 SACHVHDEFRTAAVEGPFCHL 338 

SACHVHDEFRTAAVEGPF L 
Sbjct: 390 S ACHVHDE FRTAAVEGP FVTL 410 

>GSP:Y88425\Y88425\ Human aspartyl protease 2 (a) (Asp2) amino acid 
sequence . 
Length = 501 

Score = 653 bits (1667), Expect = 0.0 

Identities = 317/321 (98%), Positives = 317/321 (98%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANIAAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 
Sbjct: 118 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 177 

Query: 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 13 7 

GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSL LCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 178 GI LGLAYAEI ARPDDSLEPFFDSLVKQTHVPNLFSLHLCGAGFPLNQSEVLASVGGSMI I 237 

Query: 138 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKEYNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPI RREWYYEV I I VRVE I NGQDLKMDCKE YNYDKS I VDS GTTNLRL 
Sbjct: 238 GGIDHSLYTGSLWYTPIRREWYYEVIIVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 297 

Query: 198 PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 257 

PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 
Sbjct: 298 PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 357 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
Sbjct: 358 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 417 

Query: 318 SACHVHDEFRTAAVEGPFCHL 33 8 

SACHVHDEFRTAAVEGPF L 
Sbjct: 418 SACHVHDE FRTAAVEGP FVTL 438 



>GSP: Y88431 \ Y88431 1 T7 -caspase-human-pro-Asp-2 (a) -deltaTM amino acid 
sequence . 
Length = 446 

Score = 653 bits (1667), Expect = 0.0 

Identities = 317/321 (98%), Positives = 317/321 (98%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANIAAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANIAAITESDKFFINGSNWE 
Sbjct: 111 SS TYRDLR KG VYVPYTQGKWEGELGTDLVS I PHGPNVTVRANIAAITESDKFFINGSNWE 170 

Query: 7 8 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 13 7 

GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSL LCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 171 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLHLCGAGFPLNQSEVLASVGGSMI I 230: 

Query: 138 GG I DHS L YTGS LWYT P I RREWYYEV 1 1 VRVE I NGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
Sbjct: 231 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE I NGQDLKMDCKE YNYDKS I VDS GTTNLRL 290 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVISLYLMGEVTNQS F 257 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQS F 
Sbjct: 291 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 350 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
Sbjct: 351 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 410 

Query: 318 SACHVHDEFRTAAVEGPFCHL 338 

SACHVHDEFRTAAVEGPF L 
Sbjct: 411 SACHVHDEFRTAAVEGPFVTL 431 

>GSP: Y88432 \ Y88432\ T7 -caspase-human-pro-Asp- 2 (a) -deltaTM amino acid 
sequence . 
Length = 459 

Score = 653 bits (1667), Expect = 0.0 

Identities = 317/321 (98%), Positives = 317/321 (98%) 
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Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 77 

SSTYRDLRKGVWPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAI TESDKFFINGSNWE 
Sbjct: 124 SSTYRDLRKGVWPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 183 

Query : 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 137 

GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSL LCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 184 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLHLCGAGFPLNQSEVLASVGGSMII 243 

Query: 138 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE INGQDLKMDCKEYNYDKSIVDSGTTNLRL 197 

GG I DHS LYTGS L W YT P I RRE W Y YE V 1 1 VRVE I NGQDLKMDCKE YNYDKS I VDS GTTNLRL 
Sbjct: 244 GGI DHS LYTGS LW YT P I RRE W YYE V 1 1 VRVE I NGQDLKMDCKE YNYDKS I VDSGTTNLRL 303 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 257 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 
Sbjct: 304 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 363 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
Sbjct: 364 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 423 

Query: 318 SACHVHDEFRTAAVEGPFCHL 33 8 

SACHVHDEFRTAAVEGPF L 
Sbjct: 424 S ACHVHDE FRTAAVEGP FVTL 444 

>GSP:Y88433\Y88433\Human-pro-Asp-2 (a) -deltaTM amino acid sequence. 
Length = 433 

Score = 653 bits (1667), Expect = 0.0 

Identities = 317/321 (98%), Positives = 317/321 (98%) 

Query : 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 
Sbjct : 98 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 157 

Query: 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 13 7 

GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSL LCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 158 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLHLCGAGFPLNQSEVLASVGGSMI I 217 

Query: 138 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKE YNYDKS I VDSGTTNLRL 
Sbjct: 218 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKE YNYDKS I VDSGTTNLRL 277 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 257 

PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 
Sbjct: 278 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVI SLYLMGEVTNQSF 337 

Query: 2 58 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
Sbjct: 338 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 397 

Query: 318 SACHVHDEFRTAAVEGPFCHL 33 8 

SACHVHDEFRTAAVEGPF L 
Sbjct: 398 S ACHVHDE FRTAAVEGPFVTL 418 

>GSP: W59807 1 W59807 \ Amino acid sequence of human ASP2 (aspartic 
protease 2 ) . 
Length = 501 

Score = 653 bits (1666), Expect = 0.0 

Identities = 317/321 (98%) , Positives = 317/321 (98%) 

Query : 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 77 

SSTYRDLRKGVY PYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 
Sbjct: 118 S ST YRDLRKGVYEPYTQGICWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 177 

Query : 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 137 

GILGLAYAEIARPDDS EPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 178 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 237 

Query: 13 8 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE I NGQDLKMDCKE YNYDKS I VDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
Sbjct: 238 GGIDHSLYTGSLWYTPIRREWYYEVI IVRVE I NGQDLKMDCKE YNYDKS I VDSGTTNLRL 297 

Query: 198 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWN I FPVI SLYLMGEVTNQSF 257 
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PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVISLYLMGEVTNQSF 
Sbjct: 298 PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVISLYLMGEVTNQSF 357 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
Sbjct: 358 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 417 

Query: 318 S ACHVHDE FRTAAVEGP FCHL 33 8 

SACHVHDEFRTAAVEGPF L 
Sbjct: 418 SACHVHDEFRTAAVEGPFVTL 438 



>GSP:W59808\W59808\ Partial amino acid sequence of human ASP2 
(aspartic protease 2) . 
Length = 790 

Score = 649 bits (1655), Expect = 0.0 

Identities = 315/321 (98%), Positives = 315/321 (98%) 

Query : 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 77 

SSTYRDLRKGVY PYTQGKWEGELGTDLVSI PHGPNVTVRANI AAITESDKFFINGSNWE 
Sbjct : 61 SSTYRDLRKGVYE PYTQGKWEGELGTDLVSI PHGPNVTVRANI AAITESDKFFINGSNWE 120 

Query: 7 8 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 13 7 

G I LGLAYAE I ARPDDS EPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMI I 
Sbjct: 121 GILGLAYAEIARPDDSLEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSMII 180 

Query: 13 8 GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
Sbjct: 181 GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 240 

Query: 198 PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 257 

PKKVFEAAVKSIKAAS E KF PDGFWLGEQLVCWQAGTTP WN I FP V I S LYLMGE VTNQS F 
Sbjct: 241 PKKVFEAAVKSIKAASPREKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 300 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
SbjCt: 301 RITJLPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 360 

Query: 318 SACHVHDEFRTAAVEGPFCHL 33 8 

SACHVHDEFRTAAVEGPF L 
SbjCt: 361 SACHVHDEFRTAAVEGPFVTL 3 81 



>GSP:Y88426\Y88426\ Human aspartyl protease 2 (b) (Asp2) amino acid 
sequence . 
Length =■ 476 

Score = 592 bits (1511), Expect = e-169 

Identities = 294/321 (91%), Positives = 294/321 (91%), Gaps = 25/321 (7%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAITESDKFFINGSNWE 77 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVSI PHGPNVTVRANI AAITESDKFFINGSNWE 
Sbjct: 118 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAITESDKFFINGSNWE 177 

Query: 78 G I LGLAYAE I ARPDDS PEPFFDSLVKQTHVPNLFSLQLCGAGFPLNQSEVLASVGGSM I I 13 7 



Query: 13 8 GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
SbjCt: 213 GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 272 

Query: 198 PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVISLYLMGEVTNQSF 257 

PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 
SbjCt: 273 PKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWN I FPVISLYLMGEVTNQSF 332 

Query: 258 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 317 

RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 
Sbjct: 333 RITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIGFAV 392 

Query: 318 SACHVHDEFRTAAVEGPFCHL 338 

SACHVHDEFRTAAVEGPF L 
Sbjct: 393 SACHVHDEFRTAAVEGPFVTL 413 



>GNP:AF200192\AF200192_l\Homo sapiens memapsin 1 mRNA, complete cds; 



Sbjct : 



G I LGLAYAE I AR 
17 8 G I LGLAYAE I AR 



LCGAGFPLNQSEVLASVGGSMI I 
LCGAGFPLNQSEVLASVGGSMI I 212 
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membrane-associated aspartic protease 1. 
Length = 518 

Score = 362 bits (919) , Expect = e-100 

Identities = 174/333 (52%), Positives « 230/333 (68%), Gaps = 6/333 (1%) 

Query : 3 PFIYLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAA 62 

p Y+ +F + SSTYR V V YTQG W G +G DLV+IP G N + NIA 

Sbjct: 122 PHSYIDTYFD- - TERSSTYRSKGFDVTVKYTQGSWTGFVGEDLVTIPKGFNTSFLVNIAT 179 

Query : 63 ITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPL 122 

I ES+ FF+ G W GILGLAYA +A+P S E FFDSLV Q ++PN+FS+Q+CGAG P+ 
Sbjct: 180 IFESENFFLPGIKWNGILGLAYATLAKPSSSLETFFDSLVTQANI PNVFSMQMCGAGLPV 239 

Query: 123 NQSE VLiASVGGSMI I GGI DHS LYTGSLWYTP I RREW YYEVI I VRVE I NGQDLKMDCKE YN 182 

S + GGS+++GGI+ SLY G +WYTPI+ EWYY++ I+++EI GQ L +DC+EYN 

Sbjct: 240 AGS GTNGGSLVLGGIEPSLYKGDIWYTPIKEEWYYQIEILKLEIGGQSLNLDCREYN 296 

Query: 183 YDKS I VDSGTTNLRLPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FP 242 

DK+IVDSGTT LRLP+KVF+A V+ + + AS +F DGFW G QL CW TPW+ FP 

Sbjct: 297 ADKAIVDSGTTLLRLPQKVFDAWEAVARASLI PEFSDGFWTGSQLACWTNSETPWSYFP 356 

Query: 243 VISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGF 302 

IS+YL E +++SFRITILPQ Y+ + P + + +CY+F IS S+ V+GA +MEGF 

Sbjct: 357 KISIYLRDENSSRSFRITILPQLYIQPMMGAGLNY-ECYRFGISPSTNALVIGATVMEGF 415 

Query: 3 03 YWFDRARKRIGFAVSACHVHDEFRTAAVEGPF 33 5 

YV+FDRA+KR+GFA S C + + GPF 

Sbjct: 416 YV I FDRAQ KRVG FAAS P CAE I AGAAVS E I S GP F 448 



>SP:Q9Y5Z0 Q9UJT6\BAE2_HUMAN\BETA SECRET ASE 2 PRECURSOR (EC 

3.4.23.-) (BETA-SITE APP-CLEAVINGENZYME 2) (ASPARTYL 
PROTEASE 1) (ASP 1) (ASP1) (MEMBRANE- ASSOC I ATEDAS PART I C 
PROTEASE 1) (MEMAPSIN-1) . >GSP :W61362 | W61362 | Aspartic 
proteinase ASP1 . >GSP : Y41714 | Y41714 | Human PR0852 protein 
sequence. >GSP : Y2223 9 | Y2223 9 j Human CSP56, aspartyl- type 
protease, protein sequence. >GSP : Y13799 | Y13799 | Human 
aspartyl protease, CSP56 . >GSP : Y88424 | Y88424 | Human 
aspartyl protease 1 (Aspl) amino acid sequence. 
>GNP:AF05017l\AF050l71_l\Homo sapiens aspartyl protease 
mRNA, complete cds . >GNP : AF117892 | AF117892_1 | Homo 
sapiens aspartic-like protease mRNA, complete cds. 
>GNP: AF17 8532 \AF17 8532 _l\ Homo sapiens aspartyl protease 
(BACE2) mRNA, complete cds. 

> GNP : AF2 00342 \ AF2 00342_l\ Homo sapi en s chromosome 2 1 
aspartyl protease 1 mRNA, complete cds. 
>GNP:AF204944\AF204944_l\Homo sapiens transmembrane 
aspartic proteinase Asp 1 (BACE2) mRNA, complete cds; 
beta-site APP processing enzyme. 

>GNP: AF17 8532 \AF17 853 2_l\ Homo sapiens aspartyl protease 
(BACE2) mRNA, complete cds. 
Length = 518 

Score = 362 bits (919) , Expect = e-100 

Identities = 174/333 (52%), Positives = 230/333 (68%), Gaps = 6/333 (1%) 

Query: 3 PFIYLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAA 62 

p Y+ +F + SSTYR V V YTQG W G +G DLV+IP G N + NIA 

Sbjct: 122 PHSYIDTYFD- -TERSSTYRSKGFDVTVKYTQGSWTGFVGEDLVTIPKGFNTSFLVNIAT 179 

Query: 63 ITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPL 122 

I ES + FF+ G W GILGLAYA +A+P S E FFDSLV Q ++PN+FS+Q+CGAG P+ 
Sbjct: 180 I FESENFFLPG I KWNG I LGLAYATLAKPSSSLETFFDSLVTQANI PNVFSMQMCGAGLPV 239 

Query: 123 NQSEVLASVGGSM I I GGI DHS LYTGSLWYTP I RREW YYEVI I VRVE I NGQDLKMDCKE YN 182 

S + GGS+++GGI+ SLY G +WYTPI+ EWYY++ I+++EI GQ L +DC+EYN 

Sbjct: 240 AGS GTNGGSLVLGGIEPSLYKGDIWYTPIKEEWYYQIEILKLEIGGQSLNLDCREYN 296 

Query: 183 YDKS I VDSGTTNLRLPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFP 242 

DK+IVDSGTT LRLP+KVF+A V+++ AS +F DGFW G QL CW TPW+ FP 

Sbjct: 297 AD KAIVDSGTTLLRLPQKVFDAWEAVARASLI PEFSDGFWTGSQLACWTNSETPWSYFP 356 

Query: 243 VISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGF 302 

IS+YL E +++SFRITILPQ Y++P+ + +CY+F IS S+ V+GA +MEGF 

Sbjct: 357 KISI YLRDENSSRSFRITILPQLYIQPMMGAGLNY- ECYRFGISPSTNALVIGATVMEGF 415 
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Query: 3 03 YWFDRARKR I GFAVS ACHVHDE FRTAAVEG P F 335 

YV+FDRA+KR+GFA S C + + GPF 

Sbjct: 416 YVIFDRAQKRVGFAASPCAEIAGAAVSEISGPF 448 



>STR: CAB90554\CAB90554\ Beta-site APP-cleaving enzyme 2, EC 3.4.23 
(Fragment). >GNP : AL163285 | AL163285_1 | Homo sapiens 
chromosome 21 segment HS21C085; Accession No. AF050171. 
Length = 415 

Score = 362 bits (919) , Expect = e-100 

Identities = 174/333 (52%), Positives = 230/333 (68%), Gaps = 6/333 (1%) 

Query: 3 PFIYLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAA 62 

P Y+ +F + SSTYR V V YTQG W G +G DLV+IP G N + NIA 

Sbjct : 19 PHSYIDTYFD- -TERSSTYRSKGFDVTVKYTQGSWTGFVGEDLVTIPKGFNTSFLVNIAT 76 

Query : 63 ITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPL 122 

I ES+ FF+ G W GILGLAYA +A+P S E FFDSLV Q ++PN+FS+Q+CGAG P+ 
Sbjct : 77 IFESENFFLPGIKWNGILGLAYATLAKPSSSLETFFDSLVTQANIPNVFSMQMCGAGLPV 136 

Query: 123 NQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYN 182 

S + GGS+++GGI+ SLY G +WYTPI+ EWYY++ I+++EI GQ L +DC+EYN 

Sbjct: 137 AGS GTNGGS LVLGG I E P S L YKGD I WYTP I KE E W Y YQ I E I LKLE I GGQSLNLDCRE YN 193 

Query: 183 YDKSIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFP 242 

DK+IVDSGTT LRLP+KVF+A V+ + + AS + F DGFW G QL CW TPW+ FP 

Sbjct: 194 ADKAIVDSGTTLLRLPQKVFDAWEAVARASLIPEFSDGFWTGSQLACWTNSETPWSYFP 253 

Query: 243 VISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGF 302 

IS+YL E +++SFRITILPQ Y+ + P + + + CY+F IS S + V+GA +MEGF 

Sbjct: 254 KISIYLRDENSSRS FRITILPQLYIQPMMGAGLNY- ECYRFGISPSTNALVIGATVMEGF 312 

Query: 303 YVV FDRARKR I GFAVS ACHVHDE FRTAAVEG PF 335 

YV+FDRA+KR+GFA S C + + GPF 

Sbjct: 313 YVI FDRAQKRVGFAAS PCAE I AGAAVS E I SGPF 345 



>STR:AAF28927\ AAF28927 \ HSPC104 (Fragment) . 

>GNP:AF161367\AF161367_l\Homo sapiens HSPC104 mRNA, 
partial cds . 
Length = 213 

Score = 300 bits (759) , Expect = 3e-81 

Identities = 154/217 (70%), Positives = 164/217 (74%), Gaps = 7/217 (3%) 

Query: 13 8 GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 197 

GGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRL 
Sbjct : 1 GGIDHSLYTGSLWYTPIRREWYYEVI I VRVE I NGQDLKMDCKEYNYDKS I VDSGTTNLRL 6 0 

Query: 198 PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 257 

PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 
Sbjct : 61 PKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQSF 120 

Query: 258 RITILPQQYLRPVE DVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIG 314 

RITILPQQYLRP + T+ C+ I G+ ++ + + + 

Sbjct: 121 RITILPQQYLRPWKMWPRPKTTVTVCHLTVIHGHCYGSCYHGGLLPLSLIGPENELACLS 180 

Query: 315 FAVS ACHVHDE FRTAAVEGP FCHLGHGRLWLQHSTDR 351 

R A+ CHLGHGRLWLQHSTDR 
Sbjct: 181 ALAMCTMSSGRQRWKAL CHLGHGRLWLQHSTDR 213 



>STR :AAF3583 6 \ AAF35836 \ Aspartyl protease . 

>GNP:AF188277\ AF188277_1 | Homo sapiens aspartyl protease 
(BACE2) mRNA, complete cds, alternatively spliced; 
alternatively spliced; lacks exon 8. 

>GNP: AF188277\AF18 827 7_l\ Homo sapiens aspartyl protease 
(BACE2) mRNA, complete cds, alternatively spliced; 
alternatively spliced; lacks exon 8. 
Length =3 96 

Score = 299 bits (758), Expect = 4e-81 

Identities = 143/263 (54%), Positives = 186/263 (70%), Gaps = 5/263 (1%) 

Query: 3 PFIYLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAA 62 
P Y+ +F + SSTYR V V YTQG W G +G DLV+IP G N + NIA 
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Sb j Ct : 


122 


Query : 


63 


SbjCt : 


180 


Query : 


123 


Sbjct : 


240 


Query : 


183 


Sbj ct : 


297 


Query: 


243 


Sbjct : 


357 



ITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPL 122 
I ES + FF+ G W GILGLAYA +A+P S E FFDSLV Q ++PN+FS+Q+CGAG P+ 



+ GGS+++GGI+ SLY G +WYTPI+ EWYY++ I+++EI GQ L +DC+EYN 
-GTNGGSLVLGGIEPSLYKGDIWYTPIKEEWYYQIEILKLEIGGQSLNLDCREYN 2 96 



DK+ IVDSGTT LRLP+KVF+A V+ + + AS +F DGFW G QL CW TPW+ FP 



IS+YL E +++SFRITILPQ+ 



>STR :AAF35835 \ AAF35835 \ Aspartyl protease. 

>GNP:AF188276\AF188276_l\Homo sapiens aspartyl protease 
(BACE2) mRNA, complete cds , alternatively spliced; 
alternatively spliced; lacks exon 7. 

>GNP :AF188276\AF188276_l \ Homo sapiens aspartyl protease 
(BACE2) mRNA, complete cds , alternatively spliced; 
alternatively spliced; lacks exon 7. 
Length = 468 

Score = 262 bits (663), Expect = 5e-70 

Identities = 143/333 (42%), Positives = 190/333 (56%), Gaps = 56/333 (16%) 

Query: 3 PFIYLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAA 62 

P Y+ +F + SSTYR V V YTQG W G +G DLV+IP G N + NIA 

Sbjct: 122 PHSYIDTYFD- -TERSSTYRSKGFDVTVKYTQGSWTGFVGEDLVTIPKGFNTSFLVNIAT 179 

Query: 63 ITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLCGAGFPL 122 

I ES + FF+ G W GILGLAYA +A+P S E FFDSLV Q ++PN+FS+Q+CGAG P+ 
Sbjct: 180 IFESENFFLPGIKWNGILGLAYATLAKPSSSLETFFDSLVTQANIPNVFSMQMCGAGLPV 239 

Query: 123 NQSEVLASVGGSMIIGGIDHSLYTGSLWYTPIRREWYYEVIIVRVEINGQDLKMDCKEYN 182 

S + GGS+++GGI+ SLY G +WYTPI+ EWYY++ I+++EI GQ L +DC+EYN 

Sbjct: 240 AGS GTNGGS LVLGG I E P S L YKGDI W YTP I KEEW Y YQ I E I LKLE I GGQS LNLDCRE YN 296 

Query: 183 YDKSIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFP 242 

DK+ IVDSGTT LRLP+KVF+A V+++ AS P G C++ G +P 
Sbjct: 297 ADKAI VDSGTTLLRLPQKVFDAWEAVARAS LLY I QP -MMGAGLNYECYRFGI S P 350 

Query: 243 VISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGF 302 

S+ V+GA +MEGF 

Sbjct: 351 STNALVIGATVMEGF 365 

Query: 3 03 YWFDRARKRIGFAVSACHVHDEFRTAAVEGPF 335 

YV+FDRA+KR+GFA S C + + GPF 

Sbjct: 366 YV I FD RAQ KR VG F AAS P CAE I AG AAV S E I S G P F 398 

>GSP:Y11427\ Y11427 \ Human 5' EST secreted protein SEQ ID No 249. 
Length = 53 

Score ~ 118 bits (292), Expect = 2e-26 

Identities = 52/52 (100%) , Positives = 52/52 (100%) 

Query: 1 MVPFI YLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGP 52 , 

MVPFI YLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGP 
Sbjct: 1 MVPFIYLQAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGP 52 



>SP:P007 90 \PEPA_HUMAN\ PEPSIN A PRECURSOR (EC 3.4.23.1). >PIR:A00980 
PX0023 S02663 F22434 154252 PX0 024 | PEHU | pepsin A (EC 
3.4.23.1) 3 precursor - human >GNP : J002 87 | J002 87_l | Human 
pepsinogen gene, exon 9; pepsinogen. 
Length - 388 

Score = 81.1 bits (197), Expect = 2e-15 

Identities = 82/302 (27%) , Positives = 137/302 (45%) , Gaps = 42/302 (13%) 
Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDK-FFINGSNW 76 
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SSTY+ +V+YG GLGDV+ + + I ++E++ F+ + + 

Sbjct: 123 SSTYQSTSETVSITYGTGSMTGILGYDTVQVG GISDTNQIFGLSETEPGSFLYYAPF 179 

Query: 77 EGILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSM 13 5 

+GILGLAY 1+ P FD+ + Q V + LFS + L +QS G + 

Sbjct: 180 DGI LGLAYPSI S - - SSGATPVFDNIWNQGLVSQDLFSVYLSAD DQS GSW 227 

Query: 136 IIGGIDHSLYTGSLWYTPIRREWYYEVIIVRVEINGQDLKMDCKEYNYDKSIVDSGTTNL 195 

I GGID S YTGSL + P+ E Y+++ + + +NG+ + C E ++IVD+GT+ L 

Sbjct: 228 IFGGIDSSYYTGSLNWVPVTVEGYWQITVDSITMNGEAIA- -CAE- -GCQAIVDTGTSLL 283 

Query: 196 RLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLV-CWQAGTTPWNIFPVISLYLMGEVTN 254 

P I A+ +++ G+ +V C + P +F T 
Sbjct: 284 TGPTSPIANIQSDIGASENSD GDMWSCSAISSLPDIVF TI 324 

Query: 255 QSFRITILPQQYLRPVEDVATSQDDCYKFAISQSSTGTVMGAVIMEGFYWFDRARKRIG 314 

+ + P Y+ E S + + S ++G V + ++ VFDRA ++G 

Sbjct: 325 NGVQYPVPPSAYILQSEGSCISGFQGMNLP-TESGELWILGDVFIRQYFTVFDRANNQVG 383 

Query: 315 FA 316 
A 

Sbjct: 384 LA 385 



>PIR:A30142 S02664 S02542 PX0027 PX0025 PX0026 A22434\A30142\pepsin 
A (EC 3.4.23.1) 5 precursor - human 
Length = 388 

Score = 79.6 bits (193) , Expect = 7e-15 

Identities = 81/302 (26%) , Positives = 137/302 (44%) , Gaps = 42/302 (13%) 

SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDK- FFINGSNW 76 
SSTY+ +V+YG GLGDV+ ++ I ++E++ F+ + + 

SSTYQSTSETVSITYGTGSMTGILGYDTVQVG GISDTNQIFGLSETEPGSFLYYAPF 179 

EGILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSM 13 5 
+GILGLAY 1+ P FD++ Q V +LFS+ L +QS G + 

DGI LGLAYPS IS- - SSGATPVFDNIWNQGLVSQDLFSVYLSAD DQS GSW 227 

IIGGIDHSLYTGSLWYTPIRREWYYEVIIVRVEINGQDLKMDCKEYNYDKSIVDSGTTNL 195 
I GGID S YTGSL + P+ E Y+++ + + +NG+ + C E ++IVD+GT+ L 



I A+ +++ G+ +V C + P +F T 
) I GAS ENS D GDMWSCSAISSLPDIVF TI 3 24 



Query: 


18 


Sbjct : 


123 


Query: 


77 


Sbjct : 


180 


Query : 


136 


Sbjct : 


228 


Query : 


196 


Sbjct : 


284 


Query : 


255 


Sbjct : 


325 


Query : 


315 


Sbjct : 


384 



Y+ E S ++S ++G V + ++ VF+RA ++G 



>GNP :M2 6032 \M2 603 2_l\ Human pepsinogen A (15.0) gene, exon 9, clone 
cgHGP2 ; precursor. 
Length = 388 

Score = 79.6 bits (193), Expect = 7e-15 

Identities = 81/302 (26%) , Positives = 137/302 (44%) , Gaps = 42/302 (13%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDK- FFINGSNW 76 

SSTY+ +V + YG GLGDV+ ++ I + + E++ F+ + + 

Sbjct: 123 SSTYQSTSETVSITYGTGSMTGILGYDTVQVG GISDTNQIFGLSETEPGSFLYYAPF 179 

Query : 77 EGILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSM 13 5 

+GILGLAY 1+ P FD++ Q V +LFS+ L +QS G + 

Sbjct: 180 DGI LGLAYPSIS-- SSGATPVFDNIWNQGLVSQDLFSVYLSAD DQS GSW 227 

Query: 136 IIGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNL 195 

I GGID S YTGSL + P+ E Y+++ + + +NG+ + C E ++IVD+GT+ L 

Sbjct: 228 IFGGIDSSYYTGSLNWVPVTVEGYWQITVDSITMNGEAIA- -CAE- -GCQAIVDTGTSLL 283 

Query: 196 RLPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLV - CWQAGTTPWNI FPVI SLYLMGEVTN 254 
P I A+ +++ G+ +V C + P +F T 
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Sbjct: 284 TGPTSPIANIQSDIGASENSD GDMWSCSAISSLPDI VF TI 324 

Query: 255 QS FRI TI LPQQYLRPVEDVATSQDDCYKFAI SQSSTGTVMGAV IMEGFYVVFDRARKRI G 314 

+ + P Y+ E S + + S ++G V + + + VF+RA ++G 

Sbjct: 325 NGVQYPVPPSAYILQSEGSCISGFQGMNLP-TESGELWILGDVFIRQYFTVFERANNQVG 383 

Query: 315 FA 316 
A 

Sbjct: 384 LA 385 



>PIR:B30142 E224 34 \ B3 0142 | pepsin A (EC 3.4,23.1) 4 precursor - human 
Length = 388 

Score = 78.8 bits (191), Expect = le-14 

Identities = 79/302 (26%), Positives = 134/302 (44%), Gaps = 42/302 (13%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDK-FFINGSNW 76 

SSTY+ + V + Y G GLGDV+ + + I + + E+ + F+ + + 

Sbjct: 123 S STYQSTS ETVS I TYGTGSMTGI LGYDTVQVG GISDTNQI FGLSETEPGSFLYYAPF 179 

Query : 77 EG I LGLAY AE I ARPDDS PE P FFDS LVKQTHVP - NLFS LQLCGAGFPLNQS EVLASVGGSM 135 

+GILGLAY 1+ P FD+ + Q V + LFS + L G + 

Sbjct: 180 DGI LGLAYPS IS-- SSGATPVFDNI WNQGLVSQDLFSVYLSADD KSGSW 227 

Query: 136 I IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNL 195 

I GGID S YTGSL + P+ E Y + + + + + +NG+ + C E ++IVD+GT+ L 

Sbjct : 228 I FGGI DS S YYTGS LNWVP VTVEGYWQ I TVDS I TMNGE T I A - - CAE - - GCQAI VDTGTS LL 283 

Query: 196 RLPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLV - CWQAGTTPWNI FPVI SLYLMGEVTN 254 

P I A+ + + + G+ +V C + P +F T 
Sbjct: 284 TGPTSPIANIQSDIGASENSD GDMWSCSAISSLPDI VF TI 324 

Query: 255 QS FRIT I LPQQYLRPVEDVATSQDDCYKFAI SQSSTGTVMGAV I MEGFYWFDRARKRIG 314 

+ + P Y+ E S + + S + + G V + ++ VF+RA ++G 

Sbjct: 325 NGVQYPVPPSAYILQSEGSCISGFQGMNVP-TESGELWILGDVFIRQYFTVFERANNQVG 383 

Query: 315 FA 316 
A 

Sbjct: 384 LA 385 



>SP : P14091 | CATE__HUMAN\ CATHEPSIN E PRECURSOR (EC 3.4.23.34) . 
>PIR:A42038 A34401 S35663 S34467 A34643 
B34643 | A34401 | cathepsin E {EC 3.4.23.34) precursor - 
human >STR : CAB82850 | CAB82 850 | Procathepsin E precursor 
{EC 3.4.23.34). >GNP : AJ250717 | AJ250717_1 | Homo sapiens 
mRNA for procathepsin E (CatE gene) . 

>GNP:J05036\vJ05036_l\ Human cathepsin E mRNA, complete 
cds; cathepsin E precursor. >GNP : M84424 | M84424_l | Human 
cathepsin E (CTSE) gene, exon 9 and complete cds. 
Length = 396 

Score = 78.4 bits (190), Expect - le-14 

Identities = 83/325 (25%), Positives » 137/325 (41%), Gaps = 46/325 (14%) 

VPFIYL QAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTV 56 

VP +Y + H SSTY + + Y G G +G D VS+ G V 

VPS VYCTS PACKTHSRFQPSQSSTYSQPGQS FS I QYGTGSLSGI I GADQVS V - EGLTWG 162 

RANIAAITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLC 116 
+ ++TE + F++ + ++GILGL Y +A P FD+++ Q NL L + 
QQ FGE SVTE PGQTFVD -AEFDG I LGLGYPSLAV- -GGVTPVFDNMMAQ NLVDLPMF 215 

GAGFPLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKM 176 

N G +1 GG DHS ++GSL + P+ ++ Y+++ + +++ G M 

SVYMSSNPE GGAGSELIFGGYDHSHFSGSLNWVPVTKQAYWQIALDNIQVGG- -TVM 2 70 

DCKEYNYDKS I VDSGTTNLRLPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTT 23 6 

C E ++IVD+GT+ + P + + I AA DG + E 
FCSE - - GCQAI VDTGTSL ITGPSDKI KQLQNAIGAAP VDGEYAVE CA 315 

PWNIFPVISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDC YKFAISQSSTGT- 2 92 

N+ P ++ + G T+ P Y + D C++ G 

NLNVMPDVTFTING VP YTLS PTAY - -TLLDFVDGMQFCSSGFQGLDIHPPAGPL 3 67 

- VMGAVIMEGFYWFDRARKRIGFA 316 



Query: 


2 


Sbjct : 


104 


Query : 


57 


Sbjct : 


163 


Query: 


117 


Sbjct: 


216 


Query: 


177 


Sbjct : 


271 


Query : 


237 


Sbjct : 


316 


Query: 


293 
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++G V + FY VFDR R+G A 
Sbjct: 368 WI LGDVFI RQF YS VFDRGNNRVGLA 392 



> SP : P0733 9 \ CA TD_HUMAN | CATHEPSIN D PRECURSOR (EC 3.4.23.5). 

>GSP : R74207 \ R7 4207 \ Human death associated protein DAP- 7, 
also called cathepsin D. >GSP : W71369 | W71369 | Death 
associated protein (DAP) -7 (cathepsin D) . 
>GSP: Y06478 \ Y06478 \ Human tumour-associated protein 
PR0292. >PIR:A25771 S30749 PC2066 159236 
157716 | KHHUD | cathepsin D (EC 3.4.23.5) precursor 
[validated] - human >GNP :X05344 | X05344_l | Human mRNA for 
cathepsin D from oestrogen responsive breast cancer 
cells; precursor polypeptide (AA -20 to 392). 
>GNP:M63138\M63138_l\Human cathepsin D (catD) gene, 
exons 1, 8, and 9 . ■ >GNP : M11233 | M11233_l | Human cathepsin 
D mRNA, complete cds; preprocathepsin D. 
Length = 412 

Score = 75.7 bits (183), Expect = le-13 

Identities = 91/327 (27%), Positives = 138/327 (41%), Gaps = 53/327 (16%) 

Query: 10 HFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPH GPNVTVRANI 60 

H S SSTY + Y G G L D VS+P G R 

Sbjct: 120 HHKYNSDKSSTYVKNGTSFDIHYGSGSLSGYLSQDTVSVPCQSASSASALGGVKVERQVF 179 

Query: 61 AAI TESDKFFI NGSNVJEGI LGLAYAE I ARPDDS PEPFFDS LVKQTHVP - NLFSLQLCGAG 119 

T+ + ++GILG+AY 1+ ++ P FD+L++Q V N+FS L 
Sbjct: 180 GEATKQPGITFIAAKFDGILGIVIAYPRISV--NNVLPVFDNLMQQKLVDQNIFSFYL 233 

Query: 120 FPLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVIIVRVEI -NGQDLKMDC 178 

+ A GG +++GG D Y GSL Y + R+ Y++V + +VE+ +G L C 
Sbjct : 234 SRDPDAQPGGELMLGGTDSKYYKGSLSYLNVTRKAYWQVHLDQVEVASGLTL C 286 

Query: 179 KEYNYDKSIVDSGTTNLRLPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLV-CWQAGTTP 237 

KE + + IVD+GT+ + P K+I A + GE ++ C + T 

Sbjct: 287 ICE - - GCEAI VDTGTSLMVGPVDEVRELQKAI GAVPLI Q GEYMIPCEKVST- - 334 

Query: 238 WNIFPVISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQ SSTGT 292 

P I + L LG+S P+YV + C+ S 

Sbjct : 335 LPAITLKLGGKGYKLS PEDYTLKVSQAGKTL- -CLSGFMGMDIPPPSGPLW 383 

Query: 2 93 VMGAVIMEGFYWFDRARKRIGFAVSA 319 

++G V + +Y VFDR R+GFA +A 
Sbjct: 384 I LGDV F I GR Y YTVFDRDNNRVGFAEAA 410 



>SP: P20142\ PEPC_HUMAN \ GASTRICSIN PRECURSOR (EC 3 .4.23.3) (PEPSINOGEN 
C) . >PIR:A29937 A31811 PX0028 154213 A91125 
A23458 | A29937 | gastricsin (EC 3.4.23.3) precursor - human 
>GNP:U75272\U75272_l\ Human gastricsin mRNA, complete 
cds; pepsinogen C; partial peptide sequencing. 
>GNP:M23 077 | M23 077_l \ Human pepsinogen gene, exon 9, 
clone PCG401; precursor. >GNP : J04443 | J04443_l | Homo 
sapiens pepsinogen C (PGC) mRNA, complete cds; 
precursor . 
Length = 3 88 

Score = 71.4 bits (172), Expect = 2e-12 

Identities = 78/329 (23%), Positives = 142/329 (42%), Gaps = 50/329 (15%) 

Query: 2 VPFIYLQA HFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTV 56 

VP +Y Q+ H SSTY + + Y G G G D + + + ++ V 

Sbjct : 99 VPSVYCQSQACTSHSRFNPSESSTYSTNGQTFSLQYGSGSLTGFFGYDTLTVQ SIQV 155 

Query: 57 RANIAAITESDKFFINGSNW EGI LGLAY AE I ARPDDS PE P FFDS LVKQTHVPN - L 110 

++E++ G+N+ +GI+GLAY ++ D +V++ + + + 

Sbjct: 156 PNQEFGLSENEP GTNFVYAQFDGIMGLAYPALSV- - DEATTAMQGMVQEGALTS PV 209 

Query: 111 FSLQLCGAGFPLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEIN 170 

FS+ L S S GG+++ GG+D SLYTG +++ P+ +E Y+++ I I 

Sbjct: 210 FSVYL SNQQGS S GGAWFGGVDS S L YTGQ I YWAPVTQELYWQ I G I EE FL I G 260 

Query: 171 GQDLKMDCKEYNYDKS I VDSGTTNLRLPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVC 230 

GQ C E ++IVD+GT+ L +P++ A +++ A G+ LV 

Sbjct : 261 GQASGW-CSE- -GCQAIVDTGTSLLTVPQQYMSALLQATGAQEDE YGQFLV- 308 
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Query: 231 WQAGTTPWNIFPVISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSST 290 

N + +L + + N + P Y+ T + + 

Sbjct: 309 NCNSIQNLPSLTFI IN-GVEFPLPPSSYILSNNGYCTVGVEPTYLSSQNGQP 359 

Query: 2 91 GTVMG AV I MEGFYWFDRARKR I GFAVS A 319 

++GV + +Y V+D R+GFA +A 
Sbjct: 360 LWILGDVFLRSYYSVYDLGNNRVGFATAA 388 



>GNP:M18667 \M18667_1 | Human pepsinogen C gene, exon 9, clone 
cosHPGC44-l; prepropepsinogen C. 
Length = 385 

Score = 71.4 bits (172), Expect = 2e-12 

Identities = 78/329 (23%), Positives = 142/329 (42%), Gaps = 50/329 (15%) 

Query: 2 VPFIYLQA HFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTV 56 

VP +Y Q+ H SSTY + + Y G G G D + + + ++ V 

Sbjct : 96 VPSVYCQSQACTSHSRFNPSESSTYSTNGQTFSLQYGSGSLTGFFGYDTLTVQ SIQV 152 

Query: 57 RANIAAITESDKFFINGSNW EGILGLAYAEIARPDDSPEPFFDSLVKQTHVPN- L 110 

+ + E+ + G+N+ +GI+GLAY + + D +V++ + + + 

Sbjct: 153 PNQEFGLSENEP GTNFVYAQFDGIMGLAYPALSV- -DEATTAMQGMVQEGALTSPV 206 

Query: 111 FSLQLCGAGFPLNQSEVLASVGGSMIIGGIDHSLYTGSLWYTPIRREWYYEVIIVRVEIN 170 

FS + L S S GG+ + + GG+D SLYTG + + + P+ +E Y+++ I I 

Sbjct: 207 FSVYL SNQQGSSGGAWFGGVDSSLYTGQI YWAPVTQELYWQIGIEEFLIG 257 

Query: 171 GQDLKMDCKEYNYDKS I VDSGTTNLRLPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVC 230 

GQ C E ++IVD+GT+ L + P+ + A + + + A G+ LV 

Sbjct: 258 GQASGW - CS E - - GCQAI VDTGTSLLTVPQQYMS ALLQATGAQEDE YGQFLV- 305 

Query: 231 WQAGTTPWNIFPVISLYLMGEVTNQSFRITILPQQYLRPVEDVATSQDDCYKFAISQSST 290 

N + +L + + N +PY+ T + + 

Sbjct : 306 NCNSIQNLPSLTFIIN-GVEFPLPPSSYILSNNGYCTVGVEPTYLSSQNGQP 356 

Query: 291 GTVMGAV I MEGFYWFDRARKR I GFAVS A 319 

++G V + +Y V+D R+GFA +A 

Sbjct: 357 LWILGDVFLRSYYSVYDLGNNRVGFATAA 385 



>GSP:Y31744\Y31744\Human protease HPRM-3 . 
Length = 349 

Score = 62.8 bits (150), Expect = 7e-10 

Identities = 47/168 (27%), Positives = 78/168 (45%), Gaps = 16/168 (9%) 

Query: 2 VPFIYL QAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTV 56 

VP +Y + H SSTY + + Y G G +G D VS+ G V 

Sbjct: 104 VPSVYCTSPACKTHSRFQPSQSSTYSQPGQSFSIQYGTGSLSGI IGADQVSV- EGLTWG 162 

Query: 5 7 RANIAAITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLC 116 

+ ++TE + F++ + ++GILGL Y +A P FD+++ Q NL L + 
Sbjct: 163 QQFGE S VTE PGQTFVD - AE FDG I LGLG Y PS LAV - - GGVTP VFDNMMAQ NLVDLPMF 215 

Query: 117 GAG FPLNQS E VLAS VGGSM 1 1 GG I DHS LYTGS LWYTP I RREW Y YEV 1 1 164 

N G +1 GG DHS ++GSL + P+ ++ Y+++ + 

Sbjct: 216 SVYMSSNPE GGAGSELIFGGYDHSHFSGSLNWVPVTKQAYWQIAL 260 



>STR: CAB82849] CAB82849\Cathepsin E, alternative precursor (EC 

3.4.23.34). >GNP:AJ250716 | AJ250716_1 | Homo sapiens mRNA 
for cathepsin E (CatE gene) , alternative splicing, 
isolated from adenocarcinoma cell lines. 
Length = 363 

Score = 62.8 bits (150), Expect = 7e-10 

Identities = 47/168 (27%), Positives = 78/168 (45%), Gaps = 16/168 (9%) 

Query: 2 VPFIYL QAHFTLCSGWSSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTV 56 

VP +Y + H SSTY + + Y G G +G D VS+ G V 

Sbjct: 104 VPSVYCTSPACKTHSRFQPSQSSTYSQPGQSFSIQYGTGSLSGI IGADQVSV- EGLTWG 162 

Query: 57 RANIAAITESDKFFINGSNWEGILGLAYAEIARPDDSPEPFFDSLVKQTHVPNLFSLQLC 116 

+ ++TE + F++ + ++GILGL Y +A P FD+++ Q NL L + 
Sbjct: 163 QQFGES VTE PGQTFVD -AEFDGI LGLG YPSLAV-- GGVTP VFDNMMAQ NLVDLPMF 215 
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Query: 117 GAGFPLNQSEVLASVGGSMIIGGIDHSLYTGSLWYTPIRREWYYEVII 164 

N G +1 GG DHS ++GSL + P+ ++ Y+ + + + 

Sbjct: 216 SVYMSSNPE GGAGSELI FGGYDHSHFSGSLNWVPVTKQAYWQIAL 260 



>SP:P007 97 \RENI_HUMAN\ RENIN PRECURSOR, RENAL (EC 3.4.23.15) 

(ANGIOTENSINOGENASE) . >PIR:A21454 A21190 A21673 A00990 
A26531 152884 155306 153999 A35688 A36504 A27367 
A39906 | REHUK | renin (EC 3.4.23.15) precursor - human 
>GNP : LOO 073 \ LOO 073 _l\ Human renin gene, exon 10; 
precursor. >GNP : Ml 0152 | M10152_l | Human renin gene, exon 
10 . 

Length = 406 
Score = 55.4 bits (131), Expect = le-07 

Identities = 66/307 (21%) , Positives = 129/307 (41%) , Gaps « 42/307 (13%) 



Query : 


1 8 


SSTYRDLRKGVY VP x 1 y(jJ\Wh*(jli.Li(j lUJ-iV £>± PrUjirW V 1 VKAiNJ 1 AA1 1 .boJJKr r IJMtjoiMWhi 


/ / 






SS+Y+ + + Y+ G G L D++++ +TV +TE + ++ 




Sbjct : 


135 


SSSYKHNGTELTLRYSTGTVSGFLSQDIITVG GITVTQMFGEVTEMPALPFMLAEFD 


191 


Query : 


78 


GILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSMI 


136 






G++G+ + E A P FD+++ Q + + + FS + SE S+GG + + 




Sbjct : 


192 


GWGMGFIEQAI- -GRVTPIFDNI ISQGVLKEDVFSF Y YNRDS ENS Q S LGGQ I V 


243 


Query : 


137 


IGGIDHSLYTGSLWYTPIRREWYYEVIIVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLR 


196 




+GG D Y G+ Y + + + + + + V + L + + ++VD+G + + 




SbjCt : 


244 


LGGSDPQHYEGNFHYINLIKTGVWQIQMKGVSVGSSTLLCE DGCLALVDTGASYIS 


299 


Query : 


197 


LPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVISLYLMGEVTNQS 


256 






+ SS EK + ++L + P IS +L G+ 




Sbjct : 


300 


GSTSSIEKLMEALGAKKRLFDYVVKCNEGPTLPDISFHLGGK 


341 


Query : 


257 


FRITILPQQYLRPVEDVATSQDDC YKFAISQSSTGT-VMGAVIMEGFYWFDRARK 


311 




T+ Y + + + + S + C + I + T + G A + F Y FDR 




SbjCt : 


342 


-EYTLTSADYV- -FQESYSSKKLCTLAIHAMDIPPPTGPTWALGATFIRKFYTEFDRRNN 


398 


Query : 


312 


RIGFAVS 318 








RIGFA++ 




Sbjct : 


399 


RIGFALA 4 05 





>GSP:P50135\ P50135\ Sequence of pre-pro- renin . 
Length = 4 06 

Score = 55.4 bits (131), Expect = le-07 

Identities = 66/307 (21%), Positives = 129/307 (41%), Gaps = 42/307 (13%) 



Query : 


18 


Sbjct : 


135 


Query: 


78 


Sbjct : 


192 


Query : 


137 


SbjCt : 


244 


Query: 


197 


Sbjct : 


300 


Query : 


257 


Sbj Ct : 


342 


Query : 


312 


Sbjct : 


399 



SS + Y+ 



+ + Y+ G 



G L D+ + + + 



+TV 



t-TE 



GILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSMI 136 
G++G+ + E A P FD+ + + Q + ++FS + SE S+GG + + 

GWGMGF IEQAI - - GRVTP I FDNI I SQGVLKEDVFS F YYNRDSENSQSLGGQI V 243 



+GG D 



Y G+ 



T+ 



RIGFA+h 



Y+ 



+ SS EK 



+ + + S + 



+ + + + V + 



+ + L 



++VD+G + + 



P IS +L G+ 



341 



+ GA 



FY FDR 



>GSP: W23244 \ W23244 \ 
Length = 

Score = 55.4 bits 



Human renin . 
406 

(131) , Expect = le-07 
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blast result * 



Identities = 66/307 (21%), Positives = 129/307 (41%), Gaps = 42/307 (13%) 



Query : 


18 


SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 


77 






SS+Y+ + + Y+ G G L D+ + + + +TV +TE + + + 




Sb j ct : 


135 


SSSYKHNGTELTLRYSTGTVbGr LSQDI ITVb GI 1 V I QMt Gr*V 1 EMPALPFMLAEFD 


i y i 


Query : 


78 


GILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSMI 


136 






G++G+ + E A P FD+ + + Q + + + FS + SE S+GG + + 




Sb j Ct : 


192 


GVVCjMljr lhsJAl — CjKV I rlrJJNl 1 oUOVLJSJilJV r or Y iNKDo&I>JoyoL(jtjUi V 


A 4 6 


Query : 


137 


IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLR 


196 






+GG D Y G+ Y + + + + + + V + L + + ++VD+G + + 




Sb j Ct : 


2 4 4 


LGGSDPQHYEGNrH Y 1NL± is.! vjV W(J lyiYlKtjVb Vtjbo 1 JjijL.hj L>(jL.1jA1j VIJ lbAb Y ± o 


*5 Q O 

zyy 


Query : 


197 


LPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQS 


256 






+ SS EK + + + L + P IS +L G+ 




Sb j ct : 


3 0 0 


POTCOTPVT MP!\T /""A VVD T PHV^n/VPMDP DTT DH T C T7UT fT* V 


J41 


Query : 


/ 




311 






T+ Y+ + + +S + C + I + T +GA + FY FDR 




Sbjct : 


342 


-EYTLTSADYV- - FQESYSSKKLCTLAIHAMDIPPPTGPTWALGATFIRKFYTEFDRRNN 


398 


Query: 


312 


RIGFAVS 318 








RIGFA++ 




Sbjct : 


399 


RIGFALA 4 05 





>STR : Q15296 \ Q15296 \ KIDNEY MRNA FRAGMENT FOR RENIN (AA 105-401) 
(FRAGMENT). >GNP : X00063 | X00063_l | Human kidney mRNA 
fragment for renin (aa 105-401) ; renin (aa 105 to 401) . 
Length = 300 

Score = 55.0 bits (130), Expect = 2e-07 

Identities = 70/307 (22%), Positives = 133/307 (42%), Gaps = 41/307 (13%) 



Query : 


18 


SSTYRDLRKGVWPYTQGKWEGELGTDLVSIPHGPIWTVRANIAAITESDKFFINGSNWE 


77 






SS+Y+ + + Y+ G G L D+ + + + + TV +TE + + + 




Sbjct : 


28 


SSSYKHNGTELTLRYSTGTVSGFLSQDI ITVG GITVTQMFGEVTEMPALPFMLAEFD 


84 


Query : 


78 


GILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSMI 


136 






G++G+ + E A P FD+ + + Q + + + FS + SE S+GG + + 




Sbjct : 


85 


GWGMGFIEQAI - -GRVTPIFDNI ISQGVLKEDVFSF YYNRDSENSQSLGGQIV 


136 


Query : 


137 


IGGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKEYNYDKSIVDSGTTNLR 


196 






+GG D Y G+ Y + + + + + + V + L + + ++VD+G + + 




Sbjct : 


137 


LGGSDPQHYEGNFHYINLIKTGVWQIQMKGVSVGSSTLLCE DGCLALVDTGAS Y I S 


192 


Query : 


197 


LPKKVFEAAVKSIKAASSTEKFPDGFWLGEQLVCWQAGTTPWNIFPVISLYLMGEVTNQS 


256 






E K ++A + EK L + +V G T P IS +L G+ 




Sbjct : 


193 


GSTSSIE KLME ALGAKE KR LFDYWKCNEGPT LPDISFHLGGK 


235 


Query : 


257 


FRI TI LPQQYLRPVEDVATSQDDC YKFAISQSSTGT-VMGAVIMEGFYWFDRARK 


311 






T+ Y+ + + +S + C + I + T +GA + FY FDR 




Sbjct : 


236 


- EYTLTSADYI - - FQESYSSKKLCTLAIHAMDI PPPTGPTWALGATFIRKFYTEFDRRNN 


292 


Query: 


312 


RIGFAVS 318 








RIGFA++ 




Sbjct : 


293 


RIGFALA 299 





>GNP:M2690l\M2690I_l\Human renin gene, exon 9; precursor. 
Length ~ 403 

Score = 52.3 bits (123), Expect = le-06 

Identities = 67/307 (21%), Positives = 132/307 (42%), Gaps = 45/307 (14%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 77 

SS+Y+ + + Y+ G G L D+ + + + + TV +TE + + + 

Sbjct: 135 SSSYKHNGTELTLRYSTGTVSGFLSQDI ITVG GITVTQMFGEVTEMPALPFMLAQFD 191 

Query: 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVP-NLFSLQLCGAGFPLNQSEVLASVGGSMI 13 6 

G++G+ + E A P FD+ + + Q + + + FS F N+ + S+GG ++ 

Sbjct: 192 GWGMGFIEQAI- -GRVTPIFDNI ISQGVLKEDVFS FYYNRNS- -QSLGGQIV 240 

Query: 137 IGGIDHSLYTGSLWYTPIRREWYYEVI I VRVEINGQDLKMDCKEYNYDKSIVDSGTTNLR 196 

+GG D Y G+ Y + + + + + + V + L + + ++VD+G + + 

Sbjct: 241 LGGSDPQHYEGNFHY I NL I KTGVWQ I QMKGVS VGS S TLLCE DGCLALVDTGASYIS 296 
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blast result 



Query: 197 LPKKVFEAAVKS I KAASSTEKFPDGFWLGEQLVCWQAGTTPWNI FPVISLYLMGEVTNQS 256 

E + + + + A L + +V G T P IS +L G+ 
Sbjct: 297 GSTSCI EKLMEALGAKKR LFDYWKCNEGPT LPDISFHLGGK 338 

Query: 257 FRI T I LPQQYLRPVEDVATSQDDC YKFAISQSSTGT- VMGAVIMEGFYWFDRARK 311 

T+ Y+ + + +S + C + I + T + GA + FY FDR 

Sbjct: 339 - EYTLTSADYV- - FQESYSSKKLCTLAIHAMDI PPPTGPTWALGATFIRKFYTEFDRRNN 395 

Query: 312 RIGFAVS 318 

RIGFA++ 
Sbjct: 396 RIGFALA 402 



>GSP: W54877\ W54 877 \ Human napsin A protein. 
Length = 451 

Score - 37.5 bits (85), Expect - 0.030 

Identities = 39/156 (25%), Positives = 72/156 (46%), Gaps = 13/156 (8%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 77 

SS+ + + + Y G+ +G L D ++I +V A S F + S + 

Sbjct: 127 SSSFKPSGTKFAIQYGTGRVDGILSEDKLTIGGIKGASVIFGEALWESSLVFTV- -SRPD 184 

Query: 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPN-LFSLQLCGAGFPLNQSEVLASVGGSMI 136 

GILGL + + + + P D LV+Q + +FS F N+ +A GG + + 

Sbjct: 185 GILGLGFPILSV- - EGVRPPLDVLVEQGLLDKPVFS FYFNRDPEVAD-GGELV 234 

Query: 137 I GG I DHSLYTGS LW YTP I RRE W Y Y EVI I VRVE I NGQ 172 

+ GG D + Y L + P+ Y+ + + + RV+ + + 

Sbjct: 235 LGG S D P AH Y I P P L T F V P VT V P A YW Q I HM E R V KVG S R 270 



>GSP:W57042\W57042\Human aspartic protease SEQ ID NO: 2. 
Length = 438 

Score = 37.5 bits (85), Expect = 0.030 

Identities = 39/156 (25%), Positives = 72/156 (46%), Gaps « 13/156 (8%) 

Query : 1 8 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 7 7 

SS+++ + Y G+ +G L D ++I +V A S F + S + 

Sbjct: 127 S S S FKPS GTKFAI Q YGTGRVDG I LS EDKLT I GG I KGAS V I FGE ALWES S LVFTV - - S RPD 184 

Query: 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPN- LFSLQLCGAGFPLNQSEVLASVGGSMI 13 6 

GILGL + ++ + P D LV+Q + +FS F N+ +A GG ++ 

Sbjct: 185 GILGLGFPILSV- -EGVRPPLDVLVEQGLLDKPVFS FYFNRDPEVAD-GGELV 234 

Query: 13 7 I GGI DHS L YTGS LW YTP I RRE W Y YE V 1 1 VRVE I NGQ 172 

+GG D + Y L + P+ Y+++ + RV++ + 

Sbjct: 235 LGGSDPAHYIPPLTFVPVTVPAYWQIHMERVKVGSR 270 



>GSP:Y44810\Y44810\Human Aspartic Protease-2 (NHAP-2) . 
Length = 433 

Score = 37.5 bits (85), Expect = 0.030 

Identities = 39/156 (25%), Positives = 72/156 (46%), Gaps = 13/156 (8%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVS I PHGPNVTVRANI AAI TESDKFFINGSNWE 77 

SS+++ + Y G+ +G L D ++I +V A S F + S + 

Sbjct: 127 SSSFKPSGTKFAIQYGTGRVDGI LSEDKLTI GGI KGASVIFGEALWESSLVFTV- -SRPD 184 

Query: 78 GILGLAYAE I ARPDDSPEPFFDSLVKQTHVPN- LFSLQLCGAGFPLNQSEVLASVGGSMI 13 6 

GILGL + ++ + P D LV+Q + +FS F N+ +A GG ++ 

Sbjct: 185 GILGLGFPILSV- -EGVRPPLDVLVEQGLLDKPVFS FYFNRDPEVAD-GGELV 234 

Query: 13 7 I GG I DHS L YTGS LWYT P I RREW Y YE V I I VRVE I NGQ 172 

+GG D + Y L + P+ Y+++ + RV++ + 

Sbjct: 235 LGGSDPAHYIPPLTFVPVTVPAYWQIHMERVKVGSR 270 



>STR : Q9UHB3 | Q9UHB3 \ ASPARTYL PROTEASE 3 (FRAGMENT) . 

>GNP :AF200344 \ AF2 0034 4_1 \ Homo sapiens aspartyl protease 
3 mRNA, partial cds . 
Length = 450 

Score = 37.5 bits (85), Expect = 0.030 
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Identities = 39/156 (25%) , Positives = 72/156 (46%) , Gaps = 13/156 (8%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 77 

SS + + + + Y G+ +G L D +4-1 +V . A S F + S + 

Sbjct: 127 SSSFKPSGTKFAIQYGTGRVDGILSEDKLTIGGI KGASVI FGEALWESSLVFTV- - SRPD 184 

Query : 78 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPN-LFSLQLCGAGFPLNQSEVLASVGGSMI 136 

GILGL + + + + P D LV+Q + + FS F N+ +A GG ++ 

Sbjct: 185 GILGLGFPILSV- -EGVRPPLDVLVEQGLLDKPVFS FYFNRDPEVAD-GGELV 234 

Query: 137 I GGI DHS LYTGSLW YTP I RRE W Y YE V 1 1 VRVE I NGQ 172 

+GG D + Y L + P+ Y+ + + + RV+ + + 

Sbjct: 235 LGGSDPAHYIPPLTFVPVTVPAYWQIHMERVKVGSR 270 



>SP:O96009\NAPl_HUMAN\ NAPSIN 1 PRECURSOR (EC 3.4.23.-) (NAPSIN A) 
(NAPA) (TA01/TA02) ( AS PARTY L PROTEASE 4) (ASP 4) (ASP4) . 
>GSP:W54 878 \W54 878\ Human naps in B protein. 
>GNP:AF090386\AF090386_l\Homo sapiens napsin A mRNA, 
complete cds; aspartic proteinase. 
>GNP:AF098484\AF098484_l\Homo sapiens napsin 1 
precursor, mRNA, complete cds. 

>GNP:AF200345\AF200345_l \ Homo sapiens aspartyl protease 
4 mRNA, complete cds . 
Length = 420 

Score = 36.7 bits (83), Expect = 0.052 

Identities = 45/176 (25%), Positives = 82/176 (46%), Gaps = 17/176 (9%) 

Query: 30 VPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWEGILGLAYAEIAR 89 

+ Y G+ +G L D + + I +V A S F ++++GILGL + + + 

Sbjct: 139 IQYGTGRVDGILSEDKLTIGGIKGASVI FGEALWEPSLVFAF- -AHFDGILGLGFPILSV 196 

Query: 90 PDDSPEPFFDSLVKQTHVPN-LFSLQLCGAGFPLNQSEVLASVGGSMI IGGIDHSLYTGS 148 

+ P D LV+Q + +FS F LN+ GG +++GG D + Y 

Sbjct : 197 - - EGVRPPMDVLVEQGLLDKPVFS FYLNRDPEEPD- GGELVLGGSDPAHYIPP 246 

Query: 149 LWYTPIRREWYYEVIIVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRLPKKVFEA 204 

L + P+ Y+++ + RV++ G L + K +I+D+GT+ + P + A 

Sbjct: 247 LTFVPVTVPAYWQI HMERVKV - GPGLTLCAKGC AAILDTGTSLITGPTEEIRA 298 



>GSP: W37958 \ W37958 | Amino acid sequence of human cathepsin 
polypeptide -2 . 
Length = 3 95 

Score = 36.7 bits (83), Expect = 0.052 

Identities = 45/176 ( 25% ),' Positives = 82/176 (46%), Gaps = 17/176 (9%) 

Query: 3 0 VPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWEGILGLAYAEIAR 8 9 

+ Y G+ +G L D ++I +V A S F ++++GILGL + ++ 

Sbjct: 139 I QYGTGRVDG I LSEDKLT I GGI KGASVI FGEALWEPSLVFAF- -AHFDGILGLGFPILSV 196 

Query: 90 PDDSPEPFFDSLVKQTHVPN-LFSLQLCGAGFPLNQSEVLASVGGSMI IGGIDHSLYTGS 14 8 

+ P D LV+Q + +FS F LN+ GG +++GG D + Y 

Sbjct : 197 --EGVRPPMDVLVEQGLLDKPVFS FYLNRDPEEPD -GGELVLGGSDPAHYI PP 246 

Query: 14 9 LWYTP I RREWY YEV I I VRVE INGQDLKMDCKEYN YDKS I VDSGTTNLRLPKKVFEA 2 04 

L + P+ Y+ + + + RV++ G L + . K +I+D+GT+ + P + A 

Sbjct: 247 LTFVPVTVP AYWQ I HMERVKV - G PGLTLCAKGC AAILDTGTSLITGPTEEIRA 298 



>GSP:Y06435\Y06435\ Human protease HUPM-4. >GSP : Y44809\ Y44809\ Human 
Aspartic Protease-1 (NHAP-1) . >GSP : Y44457 | Y44457 | Human 
lung specific gene protein LnglOS. 
Length = 420 

Score = 36.7 bits (83), Expect = 0.052 

Identities = 45/176 (25%), Positives = 82/176 (46%), Gaps = 17/176 (9%) 

Query: 3 0 VPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWEGILGLAYAEIAR 89 

+ Y G+ +G L D ++I +V A S F ++++GILGL + ++ 

Sbjct : 139 IQYGTGRVDGILSEDKLTIGGIKGASVI FGEALWEPSLVFAF- -AHFDGILGLGFPILSV 196 

Query: 90 PDDSPEPFFDSLVKQTHVPN-LFSLQLCGAGFPLNQSEVLASVGGSMI IGGIDHSLYTGS 148 

+ P D LV+Q + +FS F LN+ GG +++GG D + Y 

Sbjct: 197 --EGVRPPMDVLVEQGLLDKPVFS FYLNRDPEEPD -GGELVLGGSDPAHYIPP 246 
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Query: 149 LWYTPIRREWYYEVIIVRVEINGQDLKMDCKEYNYDKSIVDSGTTNLRLPKKVFEA 204 

L + P + Y+++ + RV++ G L + K +I+D+GT+ + P + A 

Sbjct: 247 LTFVPVTVPAYWQIHMERVKV-GPGLTLCAKGC AAILDTGTSLITGPTEEIRA 298 

>GSP:W57043 \ W57043 \ Human aspartic protease encoding- cDNA SEQ ID 
NO: 15 . 

Length = 449 
Score = 36.0 bits (81), Expect = 0.088 

Identities = 44/178 (24%) , Positives = 80/178 (44%) , Gaps = 21/178 (11%) 

Query: 18 SSTYRDLRKGVYVPYTQGKWEGELGTDLVSIPHGPNVTVRANIAAITESDKFFINGSNWE 77 

SS + + + + Y G+ +G L D ++I +V A S F + S + 

Sbjct: 146 SSSFKPSGTKFAIQYGTGRVDGILSEDKLTIGGIKGASVIFGEALWESSLVFTV--SRPD 203 

Query: 7 8 GILGLAYAEIARPDDSPEPFFDSLVKQTHVPN-LFSLQLCGAGFPLNQSEVLASVGGSMI 136 

GILGL + ++ + P D LV+Q "+ +FS F N+ + + GG ++ 

Sbjct: 204 GILGLGFPILSV- - EGVRPPLDVLVEQGLLDKPVFS FYFNRDPEWN-GGELV 253 

Query: 13 7 IGGIDHSLYTGSLWYTPIRREWYYEVI IVRVEI - -NGQDLKMDCKEYNYDKS I VDSGT 192 

+GG D + Y L + P+ Y+++ + RV+ + L C +I+D+GT 
Sbjct: 254 LGGSDPAHYIPPLNFVPVTVPAYWQIHMERVKVGPRADSLCQGC AAILDTGT 305 

>PIR:T08737\ T087 37 \ hypothetical protein DKFZp56601646 . 1 - human 
(fragment) >STR :Q9Y4 15 j Q9Y4 15 | HYPOTHETICAL 25.3 KDA 
PROTEIN (FRAGMENT) . >GNP :AL0 50084 | AL0 50 0 84_1 | Homo 
sapiens mRNA; cDNA DKFZp56601646 (from clone 
DKFZp56601646) ; partial cds ; weak similarity to 
S.cerevisiae Ziplp. 
Length = 218 

Score = 33.6 bits (75), Expect = 0.45 

Identities = 20/67 (29%), Positives = 32/67 (46%), Gaps = 12/67 (17%) 

Query: 157 EWYYEVI IVR- VEINGQ DLKMDCKEYNYDKSI VDSGTTNLRLPKKVFEA 204 

+W +E + + INGQ D + E +D+ IVD T + P+K+ E 

Sbjct : 14 QWTFESAVQENISINGQAWQEASDNCFMDSDIKVLEDQFDEIIVDIATKRKQYPRKILEC 73. 

Query: 205 AVKSIKA 211 

+K+IKA 
Sbjct: 74 VIKTIKA 80 

>STR:AAF86877\AAF86877\DC8. >GNP : AF201941 \ AF201941_1 1 Homo sapiens 
DC8 (DC8) mRNA, complete cds. 
Length = 26 8 

Score = 33.6 bits (75), Expect = 0.45 

Identities = 20/67 (29%), Positives = 32/67 (46%), Gaps = 12/67 (17%) 

Query: 157 EWYYEVI IVR- VEINGQ DLKMDCKEYNYDKSI VDSGTTNLRLPKKVFEA 204 

+W +E + + INGQ D + E +D+ IVD T + P+K+ E 

SbjCt : 64 QWTFESAVQENISINGQAWQEASDNCFMDSDIKVLEDQFDEI IVDIATKRKQYPRKILEC 123 

Query: 205 AVKSIKA 211 

+K+IKA 
Sbjct: 124 VIKTIKA 130 

>RTR:AAD53859\AAD53859 \ IMMUNOGLOBULIN HEAVY CHAIN VARIABLE REGION 
(FRAGMENT). >GNP : AF174 113 | AF1 74 1 13_1 | Homo sapiens clone 

sc77u-36 immunoglobulin heavy chain variable region 
(IgH) mRNA, partial cds. 

Length = 122 

Score = 31.7 bits (70), Expect = 1.7 

Identities = 27/101 (26%), Positives = 44/101 (42%), Gaps = 21/101 (20%) 

Query: 143 SLYTGSLWYTPIRR EWYYEVI IVRVEI NGQDLKMDCKEYNYDKS I VDSGTTNLR 196 

S+ +GS +++ IR+ EW I R+ +G NY+ S+ T ++ 

Sbjct: 28 SISSGSYYWSWIRQPAGKGLEW IGRIYTSGST NYNPSLKSRVTISVD 74 

Query: 197 LPKKVFEAAVKSIKAASSTEKF- - PDGFWLGEQLVCWQAGT 235 
K F + S+ AA + + DG W GE + W GT 
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Sbjct: 75 TSKNQFSLKLSSVTAADTAVYYCARDGLWFGEFISHWGQGT 115 

>SP:Q99712 Q99446 00 05 64 \ IRKF_HUMAN\ ATP -SENSITIVE INWARD RECTIFIER 
POTASSIUM CHANNEL 15 < POTASS I UMCHANNEL , INWARDLY 
RECTIFYING, SUBFAMILY J , MEMBER 15) ( INWARDRECTIFIER 
POTASSIUM CHANNEL KIR 4.2) (KIR1.3). 
>GSP: W26369 \ W26369 \ Human kidney inward rectifier K 
channel 3 (KIRK-3). >GNP : U73 191 | U73191_l | Human inward 
rectifier potassium channel (Kirl.3), complete cds . 
Length = 375 

Score = 29.3 bits (64), Expect = 8.7 

Identities = 17/52 (32%), Positives = 27/52 (51%), Gaps = 5/52 (9%) 

Query: 117 GAGFPLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI I 164 

GAG N-t- V++ G S + + GI + LY LW T I +W Y++ + 

Sbjct: 19 GAGLKANRPRVMSKSGHSNVRIDKVDGI - YLLYLQDLWTTVIDMKWRYKLTL 69 

>GNP:D8729I \ D87291_l \ Human mRNA for inward rectifier potassium 
channel, complete cds; human homolog of rat inward 
rectifier potassium channel 10. 
Length = 375 

Score = 29.3 bits (64), Expect = 8.7 

Identities = 17/52 (32%), Positives = 27/52 (51%), Gaps = 5/52 (9%) 

Query: 117 GAGFPLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI I 164 

GAG N+ V+ + G S + + GI + LY LW T I +W Y++ + 

Sbjct: 19 GAGLKANRPRVMSKSGHSNVRIDKVDGI - YLLYLQDLWTTVIDMKWRYKLTL 69 

>GNP:Y10745\Yl0745_l\H. sapiens mRNA for inwardly rectifing potassium 
channel Kir4 . 2 . 
Length = 375 

Score = 29.3 bits (64), Expect = 8.7 

Identities « 17/52 (32%), Positives « 27/52 (51%), Gaps = 5/52 (9%) 

Query: 117 GAGFPLNQSEVLASVGGSMI IGGIDHSLYTGSLWYTPIRREWYYEVI I 164 

GAG N+ V+ + G S + + GI + LY LW T I +W Y+ + + 

Sbjct: 19 GAGLKANRPRVMSKSGHSNVRIDKVDGI -YLLYLQDLWTTVIDMKWRYKLTL 69 

Database : /nfs/banks2 / index/data/blast /smart Sorted/ PROT/homosapiens 

Posted date: Oct 5, 2000 10:09 AM 
Number of letters in database: 24,820,038 
Number of sequences in database: 113,759 

Lambda K H 

0.321 0.138 0.435 

Gapped 

Lambda K H 

0.270 0.0470 0.230 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 18424685 

Number of Sequences: 113759 

Number of extensions: 771118 

Number of successful extensions: 1268 

Number of sequences better than 10.0: 50 

Number of HSP ' s better than 10.0 without gapping: 45 

Number of HSP's successfully gapped in prelim test: 5 

Number of HSP's that attempted gapping in prelim test: 1184 

Number of HSP's gapped (non-prelim) : 60 

length of query: 351 

length of database: 24,820,038 

effective HSP length: 47 

effective length of query: 304 

effective length of database: 19473365 

effective search space: 5919902960 

effective search space used: 5919902960 

T: 11 



25 of 11 1 



08/12/00 19:03 



